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Supplementary Figure S1. Multiple sequence alignment of selected NAT proteins. 

Human, murine and rat NAT proteins are aligned. Similar amino acids are 

highlighted in blue boxes; completely conserved residues are indicated by white 

lettering on a red background. The secondary structures are adapted from 

(HUMAN)NAT1 (top, PDB 2PQT) and (HUMAN)NAT1 (bottom, PDB 2PQT) crystal 

structures.1 Alignment was generated using Clustal W.2 Figure was prepared using 

ESPript 2.2.3 

 



 

 

Supplementary Figure S2. Bi-bi ping-pong mechanism of NAT reaction. The bi-bi 

ping-pong mechanism is shown with AcCoA as acetyl donor. The residue numbering 

is referred to mammalian NAT sequences. The acetyl (Ac) transfer from Cys68 to the 

substrate occurs following nucleophilic attack of the N-acetylated intermediate by 

arylamine (Aryl-NH2).  
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